The learner developed on the training sets for nucleus, mitochondria and cytosol are plotted as Sensitivity (Y axis) versus 1-specificity (X axis). The graph shows the learners to be good in that the sensitivity plateaus at a high specificity. (A) Bar graph of number of proteins (Y axis) identified uniquely or in common in E18.5 and Nmyc9a lungs for each subcellular fraction or in total (X axis). (B) Distribution of ratios of proteins identified in 3 of 3 replicate analyses of wildtype E18.5 mitochondria control data set. The ratios were placed into bins as indicated and had a normal distribution. The same graph also shows the ratios broken down by spectral counts that do not significantly differ from the combined. (C) An ordered plot of the ratios of all proteins identified with high confidence in Nmyc9a and wildtype E18.5 lungs. The ratios were as wildtype/Nmyc9a spectral counts and have been ordered from lowest to highest. Also shown on the plot are the 0.3 and 3 ratios above or below which the ratios are 90% confident, all ratios in between are subject to greater than 10% error. (D) Graph of the distribution of spectral counts for quantified (i.e. identified in 2 of 3 replicates) and all proteins identified. As can been seen from the graph there is a bias against proteins with 10 or less spectral counts. (E) Expression profiles of proteins from the developmental dataset with a decreased expression in Nmyc9a lungs. (F) Expression profiles of proteins from the developmental dataset with a increased expression in Nmyc9a lungs.
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